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BEST AVAILABLE IMAGES 



Defective images within this document are accurate representations of 
the original documents submitted by the applicant. 

Defects in the images may include (but are not hmited to): 



BLACK BORDERS 

TEXT CUT OFF AT TOP, BOTTOM OR SIDES 
FADED TEXT 
E.LEGIBLE TEXT 
SKEWED/SLANTED IMAGES 
COLORED PHOTOS 

BLACK OR VERY BLACK AND WHITE DARK PHOTOS 
GRAY SCALE DOCUMENTS 



IMAGES ARE BEST AVAILABLE COPY. 



As rescanning documents will not correct images, 
please do not report the images to the 
Image Problem Mailbox. 
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FIGURE 1 



Domain IStait ^nd I Bits Evalue Alignment 



\?m_\ |59 |31^ |l^.^|1.8e-^3 (Aygn 



{358 itsidues] 



7tm i 59-314 



Alignments of Pfam-A domains to HMMs 



Fomoat for fetching alignments to seed [ Hy^gitext MnKed tp svjsspfam 
Alignment of 7Tm 1 vs UserSeq/59-314 
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